EBP-GFP growth parameters in selected genotypes Table S2 . Summary of tubulin modification immunostaining quantitation Figure 1D' ). Green lines indicate representative EBP-1::GFP tracks.
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Overall, trends in EBP-1::GFP tracks resemble those of EBP-2::GFP, with the exception that EBP-1::GFP tracks tend to be longer. However this trend is not significant except at the 3 h time point. As observed using EBP-2::GFP, EBP-1::GFP track lengths increase significantly from 3 to 6 h post-axotomy. Time and length scales are 10 μm and 10 s.
(B,C) Quantitation from kymographs of EBP-1::GFP track length and duration. (D',D,E) EBP-GFP dynamics after axotomy 60 μm from the PLM cell body (D') is similar to that after axotomy 100 from cell body, except that the numbers of tracks in ROI-B are higher due to the imaging of the cell body. Track length increases significantly from 3 to 6 h.
(F,G) Single frames from time-lapse movies of the site of axotomy of PLM neuron expressing EBP-2::GFP (juEx2843) at 10 min and 3 h after axotomy. EBP-2::GFP fluorescence does not change after axotomy, as defined by the ratio of intensities in the two equally sized ROIs (ROI-T and ROI-PT) placed on the first 30 μm of the axon tip. Tables  Table S1. 
C. elegans genetics and strain construction
Strain construction used standard procedures; PCR genotyping or sequencing was used to verify homozygosity for all mutations lacking overt phenotypes. Mutations used in this study are listed below: Note that PLM neuron morphology is normal in these mutants, unless indicated.
Orthologs of the following proteins were not found in C. elegans: Op18/Stathmin; STOP, Sentin/SSP2.
Molecular biology and transgenes
For touch neuron-specific expression of any gene we first generated Gateway (Invitrogen) entry clones of the respective gene by PCR and recombined them with the Pmec-4 destination vector pCZGY553 to obtain the expression construct. To generate Pmec-4-EBP-1/2::GFP and Pmec-4-GFP::KLP-7 we used the destination vectors pCZGY858 and pCZGY1867 respectively. Note that EBP-1 and EBP-2 are similar to but not orthologs of the two mammalian end-binding proteins EB1 and EB2. The klp-7 locus is predicted to encode two isoforms that differ in their N-termini; in all experiments here we used the longer isoform (KLP-7A, 747 amino acids). A klp-7 cDNA was cloned by reverse transcription of a total RNA preparation followed by PCR; the cDNA clone was sequenced for confirmation. All deletion and phosphomimetic constructs of KLP-7 were generated using PCR based mutagenesis, as detailed in Supplemental Experimental 
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DNA constructs were injected at 10 ng/μl unless indicated, together with Pttx-3-RFP or Pttx-3-GFP at 50 ng/μl as the coinjection marker. The total concentration of injected DNA was maintained at 100 ng/μl by adding pBS plasmid to the injection mixture. KLP-7 constructs used cDNAs encoding the KLP-7A isoform.
klp-7 rescue
A 10.8 kb genomic DNA fragment containing the klp-7 locus was generated by PCR from fosmid clone WRM066cF05 using the primers AC2918 (5' aacctgctcgtcagatagc) and AC2919 (5' aagatacgcttaacaacacgcgacg 3').
